Linkage disequilibrium mapping with genotype data.
Linkage disequilibrium mapping has proven a powerful tool for locating disease genes. Although all existing linkage disequilibrium mapping methods implicitly assume that individual haplotypes can be inferred, only genotypes are directly observable in practice, and haplotypes cannot always be uniquely resolved based on genotype data. In this article, we propose a likelihood-based linkage disequilibrium mapping approach to analyzing multilocus genotype data arising from case-control studies. Results from extensive simulation studies suggest that this approach may be a useful tool to fine map disease genes using case-control data.